. Gonad samples of cats used in this study. Testes and ovaries of mongrel cats were obtained from local animal hospitals with permissions from the animal owners. Twenty five samples of 29 were used to determine each SNP.
Table S2
Primers used for PCR, sequencing and mutagenesis of CYP2A13 in this study.
Genomic DNA was sequenced to find SNPs using primer pairs listed (No. 9-24). Primers used for PCR and sequencing of each exon of CYP2A13 were designed to also confirm introns near to the exon in order to separate CYP2A13 from other genes such as CYP2A13. Exons and lines are indicated by white boxes and lines, respectively. Blue columns show putative substraterecognition sites (SRS1-6). Red columns indicate heme-binding region. The scheme is drawn with reference to Ensembl genome browser (ENSFCAG00000008557Chromosome E2: 13,326,665-13,332,688 reverse strand).
